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At3g56060       ---MNFHIFRFFQFILVAVFIFHDSCYS-DEAG---NYR---------------------
At5g51930       MTIISCITIHIFRNILFAILIFYGSCYC-DKGTILISYKYNLILVYISIFFFFLVKLETT
At5g51950       ---MGLQILWLFRKIFIITYIFHASCSP-DKAG---YYS---------------------
HTH-like        ---MMDRFWSWRLFVALSLFLHSPICSS-DKAP---NYS---------------------
HTH             ---MALKLFLFALLLCLPTSLSSTASKGKEKKSKFNPYR-------------------YT
At1g73050       ---MTKRIDSSLLYTALVVLLLLGVVHRSNARPRVNRPPG-----------------FMR
At1g14185       -----MSHFVFLFIISMFINLSQGAQMP-------------------------------Y
At1g14190       --------------------------MP-------------------------------Y
                                                                            

At3g56060       FMKDATLAP-----------KLSHFDYIIIGGGTAGCALAATLSQNATVLVLERGGSPYD
At5g51930       FMKDATLAP-----------KNASFDYIIIGGGTAGCALAATLSQNASVLVLERGGSPYE
At5g51950       FMKDATLAP-----------MFARFDYIIIGGGTSGCALAATLSQNASVLVLERGGAPYD
HTH-like        FMRDATGSP-----------TTSYYDYIIIGGGTAGCPLAATLSQNASVLLLERGDSPYN
HTH             FIDKASTFSSSSSSSFSSNGQDSSYDYIVIGGGTAGCPLAATLSQNFSVLVLERGGVPFT
At1g73050       FISNATDFA-----------SEDYYDYIIVGGGTAGCPLAATLSQSFRVLLLERGGVPYN
At1g14185       MTTDPKEVS------------GKSFDYIVVGGGTAGCSLAATLSEKYSVLVIERGGSPFG
At1g14190       MTTDAKEVS------------GKSFDYIVVGGGTAGCSLAATLSEKYSVLVIERGGSPFG
                :  ...  .               :***::****:**.******:.  **::***. *: 

At3g56060       DPAATDIGNFANTLLNIT-PNSWSQLFISEDGVFNSRARVLGGGTVINAGFYSRAEEDFV
At5g51930       NPTATDMGNSVNTLLNNT-PNSWSQLFISEDGVYNTRPRVLGGGSVINGGFYSRAGNDYV
At5g51950       NPTATDIENFATTLSNTS-PKSWSQLFISEDGVYNTRARVLGGGSVLNAGFYTRAGDEYV
HTH-like        NPNITRLSAFGAALSDLS-ESSPSQRFVSEDGVINARARVLGGGSALNAGFYTRAGTKYV
HTH             NANVSFLRNFHIGLADIS-ASSASQAFVSTDGVYNARARVLGGGSCINAGFYSRADAAFV
At1g73050       RPNVMSHDGFLTTLTDVNNFDSPAQSFISEEGVPNARGRVLGGSSAINAGFYSRADKQFF
At1g14185       DPLVEDKKYYGYSLINTDEYSSVAQSFTSVDGIKNHRGRVLGGSSAINGGFYSRASDEFV
At1g14190       DPLVEERKYFGYSLLNTDEYSSVAQSFTSVDGIENYRGRVLGGSSAINGGFYSRASDEFV
                 .           * :    .* :* * * :*: * * *****.: :*.***:**   :.

At3g56060       AEAG--WERDEVEAAYEWVEKKVVFEPPVNKWQSAFRDGLLEAGVTPYNGFTYEHIVGTK
At5g51930       EEAE--WEMEEVEAAYEWVEKKLVFEPQVIEWQKAFKDGLLEAGESPDNGFTYDHIYGTK
At5g51950       KETE--WKTDEVEAAYEWVEKKVAFQPPVLGWQTAFKDGLLEAGEFPYNGFTYDHIYGTK
HTH-like        RNMG--WDGALANESYQWVEAKVAFQPPMGRWQTAVRDGLLEAGIVPNNGFTYDHINGTK
HTH             KRAG--WDPKLVKESYPWVEREIVHQPKLTLWQKALRDSLLEVGVRPFNGFTYDHVSGTK
At1g73050       ENSGLVWDLSSVNQSYEWVERAIVFRPQLRTWQTAIRDALLEVGVHPFNGFTLEHKVGTK
At1g14185       KKAG--WDKDLVQESYKWVESKVVFMPELTRWQSIVQFGFLEAGFYPYNGYSLEHTQGTK
At1g14190       KKAG--WDKGLVQESYKWVESKVVFMPELTQWQSVVQFGFLEAGFYPYNGYSLEHTQGTK
                 .    *.   .: :* ***  :.. * :  **. .: .:**.*  * **:: :*  ***

At3g56060       FGGTIFDRDGHRHTAANLLEYANPNMIVVYLHASVHKILFTIK---GNQRPKAYGVIFLD
At5g51930       IGGTIFDRAGHRHTAANLLEYANPNRIVVYLHASVHKVLFTT---------EAYEVLFED
At5g51950       IGGTIFDRAGHRHTAADLLEYANPGNIVVYLHASVHKILFTTK---GRPRPKAYGVIFQD
HTH-like        FGGTIFDRNGNRHTAADLLEYADPKGITVLLHATVHRILFRTR---GTTKPIANGVVYRD
HTH             IGGTIFDRFGRRHTAAELLAYANPQKLRVLIYATVQKIVFDTS---G-TRPRVTGVIFKD
At1g73050       IGGSTFDRTGRRHSSADLLRYARSSNIRVAVYATVERVLLASSPSVSGSNVSAIGVVYRD
At1g14185       IGGSIFDQCGKRHTSADLLGYGKPNCITVLLNATVKSIIFD------ANKTRAVGVRFME
At1g14190       IGGSIYDQCGKRHTSADLLGFGKPNCITVLLNTTVKSIIFDS-----SNKTRAVGVRFME
                :**: :*: *.**::*:** :. .  : * : ::*. :::            .  * : :

At3g56060       ANGVSYKAELATQDSTMSEVILSAGAIASPQLLMLSGVGPAAHLAAYRVNPVIVDQPMVG
At5g51930       ANGVFHKANLANKAT--NEVILSAGALGSPQLLMLSGVGPAVHLEAHGVNPLVLDQPMVG
At5g51950       ANGVLHKAELEKNSM--NEVILSAGAIGSPQLLMLSGIGPAAHLAAHGIKPLVLDHPMVG
HTH-like        RTGQAHRAYLKEGAL--SEIILSAGTLGSPQLLMLSGVGPSAQLQAQNIT-VVMDQPHVG
HTH             EKGNQHQALLSNRKG--SEVILSSGAIGSPQMLMLSGIGPKKELQRLKIP-VVLENEHVG
At1g73050       QLGRFHHALIRDRGE----VILSAGALGSPQLLFLSGIGPRSYLSTWGIP-VALDQPHVG
At1g14185       SDGNSSKSYKVHVEQHRGEVILAAGALGSPQILLLSGIGPENHLNDFDIP-VIVNLKEVG
At1g14190       SDGNSSKSYKVHVEQHRGEVILAAGALGSPQILLLSGIGPENHLKDFDIP-VIVNLKEVG
                  *   ::           :**::*::.***:*:***:**   *    :  : ::   **


At3g56060       QGMGDNPMNPVFIPSPEPVEVSLVQAVGITKFGSYIEGGSALSLSISLTRSFFDGVLNLL
At5g51930       QGMADNPMNFVAIPSPQPVELSLIQAVGITKFDSYIEGLSGLSLSFDITRRFFDGVLNLL
At5g51950       QGMGDNPMNAIFIPSPTPVEVSLIQVVGITKFESYIEGASGVIFSYSWTRRFFDGVLNYL
HTH-like        QGMYDNPMNAVFVPSPVPVEVSLIEVVGITGEGTYVEAAGGENFGGGGGGSSGSSSTRDY
HTH             KGMADNPMNTILVPSKAPIEQSLIQTVGITKMGVYVEASTGFGQSPESIHTHY-GIMSNK
At1g73050       DFVYDNPRNGISIVPPVPMENSLIQVVGVTEDGAFLEAASNVIPFASPLHS---------
At1g14185       KQMSDNPAISLLVDR-----FSQNLTVDPPQVVAITEGFK--------------------
At1g14190       RKMSDNPAISLLVDR-----FSQNRTLEPPQVAAIAEGYK--------------------
                  : ***   : :        *   .:  .      *.                      

At3g56060       KKT-----------KLPTQSISKFFKSLDLTLNVTTKAGVIIQKVNGPLSRGHLELRNTN
At5g51930       NETSH-----TTSRKILTQSIAVLLKSFDVKLEVRMNGGLIFQKVDGPASKGHMKLRNTN
At5g51950       NEMQTSRTTSTTSPTLSTQSITDFFNPINPLLNATTRAGLILQKIAGPISRGHLELRNTN
HTH-like        YAMFS-----------PRATLLESNSMTKLSSAQPFQGGFLLEKVMGPLSTGHLELKTRN
HTH             NELFS----TIPAKQRRPEATQAYITRNKYQLHEAFNGSFILEKLAYPISRGHLSLVNTN
At1g73050       ----------------------VFIRAPASPLYVPVTT--IMEKILGPVSIGLLRLASTD
At1g14185       ----------------------FILQSLVLPTNITTTRTAISAKIAFPKSKGRLKLNNTN
At1g14190       ----------------------FILESEVLPTDITTTRISIAAKIAFPKSKGRLKLNSTN
                                                        :  *:  * * * : * . :

At3g56060       PDDNPSVTFNYFKDPEDLNKCVEGLSTIIKVIDSKGYSKYKYPL-ASARGLLNLILALPT
At5g51930       PRDNPSVTFNYYQEPEDLNKCVKGLNTIIRMINSKAFSKYKYPG-VTARELLNLMLALPI
At5g51950       PDDNPSVRFNYYQEPEDLQICVEGINTIIKVINSKAFSKFKYPD-ATIHGLLDLMLSVPT
HTH-like        PKDNPIVTFNYFQHPDDLKRCVRGIQTIERVVQSKAFSRYKYAD-VSFEYLLNLTASTPV
HTH             VDDNPSVTFNYFKHPVDLQRCVEAIRLVSKVVTSNRFLNYTQCDKQNVHKMLSLSVKANI
At1g73050       VRINPVVRFNYFSDPQDLERCVNGTRKIGEILRSRAMQDFMIREWFGNRRFRFVGAPLPV
At1g14185       PRENPSVTFNYLENKADLDACQEMVLHLQHVARSKTVTFFLGTQ------AQDKLVAGDE
At1g14190       PRENPSVKFNYLENKADLDACLEMVLHLQHVARSETVTFFLGTQ------AHDKLVAGDE
                   ** * *** ..  **. * .    : .:  *.    :                    

At3g56060       NLRPRHITSTFDL----EQYCIDTVMTIYHYHGGCQVGKVVDNNYKVLGVDALRIIDGST
At5g51930       NLRPRHVTSAFNL----KQFCIDTVTSVWHYHGGCQVGKVVDKNYKVLGIDGLRVIDGST
At5g51950       NLRPRHITSMFNL----RQFCIDTVMTIWHYHGGCQVGRVVDKNYRVLGIDSLRVIDGST
HTH-like        NLRPPRSGPGASLPPSAEEFCQHTVTTIWHYHGGCVVGRVVDGDYKVIGIDRLRVIDMST
HTH             NLRPKQLNDTKSM----AQFCKDTVVTIWHYHGGCLVGKVVSPNRKVLGVDRLRVIDGST
At1g73050       DQSNDLVMA---------DFCRRTVSTIWHYHGGAVVGKVVDSDLKVIGVNSLRLVDGST
At1g14185       ELKK---------------FCIKNVRTYYHYHGGCVVGSVVNEEYKVNGVKRLRVVDGST
At1g14190       ELKS---------------FCIKNVRTYYHYHGGCVVGSVVDEEYKVNGVKRLRVVDGST
                :                  :*  .* : :*****. ** **. : :* *:. **::* **

At3g56060       FLKSPGTNPQATIMMLGRYMGQKILRERMAFRGKEEET--------
At5g51930       FLKSPGTNPQATVMMLGR----------------------------
At5g51950       FLKSPGTNPQATVMMLGRYMGQRILQEREIYNKPDKEA--------
HTH-like        VGYCPGTNPQATVMMLGRYMGVKILRERLTKK--------------
HTH             FDESPGTNPQATMMMMGRYMGVKILRERLGNKAGV-----------
At1g73050       FNISPGTNPQATLMMLGRYMGLKMLRERMR----------------
At1g14185       FEESPGTNPMATVLMLGRYQGIKILKEH------------------
At1g14190       FEESPGTNPMATVLMLGRYQGIKILKEREEQEDTFLSPQGSPQPQP
                .  .***** **::*:**                            


Supplemental Figure 5: Alignment of the predicted amino acid sequences of proteins
related to HTH.  "*" denote aminoacid identity, ":" denote aminoacid similarity.

